S2
Figure S1 was dissolved in ethyl acetate (100 mL), washed with aqueous NaHCO3 solution (60 mL), water and brine solution. The organic layer was dried over Na2SO4, filtered and concentrated to give crude compound which was triturated with n-pentane affording a light brown solid (2.6g, 43%). The resulting reaction mixture was stirred at room temperature for 16 hours then evaporated under reduced pressure. The residue was dissolved in 10% methanol/DCM (10 mL) and washed with saturated sodium bicarbonate solution (10 mL), water (10 mL) and brine solution (6 mL). The organic layer was dried over Na2SO4, filtered and concentrated to give a pale brown 
5-(Phenylsulfonamido)-1,3-thiazole-4-carboxylic acid (62)
NaH, THF RT, 1 hr Table S1 . Array of pyridine-2-carboxylate analogues * NDM-1 producing strain; E. coli NTBC121; MIC meropenem 32 ug/mL (no inhibitor) ** VIM-1 producing strain; K. pneumo NTBC055; MIC meropenem 16 ug/mL (no inhibitor) *** IMP-1 producing strain; K. pneumo NTBC062; MIC meropenem 4 ug/mL (no inhibitor)
The inhibitor was present at 100 µM concentration, the meropenem MICs are reported in ug/mL. 
X-ray crystallography
The purified VIM-2 enzyme (4.5 mg/ml) was crystallized in 24-well sitting-drop plates Diffraction data were collected at both the European Synchrotron Radiation Facility (ESRF, Grenoble, France) and at the Diamond Light Source (Didcot, UK). Data were processed using MOSFLM 3 and scaled with SCALA 4 or AIMLESS from the CCP4 suite 5 . The structure of the VIM-2 complexes was obtained by molecular replacement using the program MOLREP 6 and PDB entry 1KO3 2 (waters omitted) as the search model. Isotropic refinement of the structures was carried out with the program REFMAC5 7 from the CCP4 suite. In between refinement cycles, the model was subjected to manual rebuilding using Coot 8 . Water molecules were added using the standard procedure within the ARP/wARP suite 9 . The stereochemical quality of the S18 refined model was assessed using the program PROCHECK 10 and Coot. The ligand placement was checked in the final models through the calculation of the omit maps and validated during the deposition in the protein data bank. Figures were prepared using the PyMOL software (http://www.pymol.org). Data collection, data reduction and structure refinement statistics are reported in Table SI1 . b Rmerge = ΣhΣi|Ii,h -Īh|/ΣhΣiIi,h × 100. Rcryst(Rfree) = Σh||Fh,obs| -|Fh,calc|/ Σh||Fh,obs| × 100.
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